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Skov et al. also show that there is not a complete linkage disequilibrium but a significant correlation between rs 7294 and the variant allele rs 9934438 which is associated with warfarin sensitivity, based on the data of their study [1] . The frequency of the variant allele rs 7294 was 9.6% in their study vs 7.3% in our derivation group and 10% in the validation group. The partial linkage disequilibrium between the rs 7294 and the rs 9934438 is also consistent with data previously published by Wadelius et al [2] .
In the algorithm recently elaborated by Pavani et al. [3] , various parameters were included in the multiple linear regression model, and they concluded that the incorporation of VKORC1*3 (rs 7294) and VKORC1*4 (6009 C/T) could help in a precise prediction of therapeutic warfarin dose.
Moreover, in a recent meta-analysis [4] , Jorgensen et al. showed that for the Caucasian ethnic group, the pooled effect estimate of the VKORC SNP rs 7294 on warfarin dosing was nonsignificant for heterozygotes versus wild-types, but was statistically significant for mutant-types versus wild-types.
In our study [5] , we chose to employ a simultaneous multivariate regression as our analysis was exploratory and hypothesis generating. The loss of significance of the effect of rs 7294 at the multivariate analysis could be due to our limited sample size, as acknowledged in our discussion, and larger studies are required to confirm our algorithm.
